to BLAST analyses (https://blast.ncbi.nlm.nih.gov/Blast. cgi). The YFV Uganda 2016 strain envelope sequence was aligned with reference YFV genomes by using MAFFT through the EMBL-EBI server (http://www.ebi.ac.uk), and phylogenies were generated with BEAST 1.8.4 (9), as previously described (7).
LETTERS
If one considers possible quiescence of the parasite, and that the patient was from Guyana, migrated to the United Kingdom in 1967, and had a relevant travel history, including visits to France (2003), Ghana (2005), Caribbean Grenada (2012), and Guyana (2012 and 2013), the geographic origin of this infection is unknown. Moreover, the mode of transmission of L. martiniquensis is not yet clearly defined. In contrast to the report of Polley et al. (1) , although the genus Sergentomyia could play a role in some foci of leishmaniasis, it has never been recorded in the Americas (5).
